licence No. C 337/2012 issued by the Department of Arts, Heritage and the Gaeltacht (dated 36 31/10/2012). RNA was extracted from freshly collected liver and skin tissue from the same specimen 37 used for genomic DNA analyses (SAMN12621015), immediately preserved in RNAlater and stored at 38 −80 °C until RNA extraction. Prior to extraction, frozen samples were ground in liquid nitrogen with a 39 ceramic mortar and pestle. Mortar and pestle were washed prior to extraction using a 6-step wash 40 that included the following washing reagents: 70% ethanol, tap water, 10% bleach, milli-Q water, 41
RNase away (Thermo Fisher Scientific) and molecular grade water. RNA extraction was performed 42 using the RNeasy Mini Kit (Qiagen) according to manufacturer instructions. 43 44 cDNA libraries were built using the SureSelect Strand-Specific RNA Library Prep kit for Illumina 45
Multiplexed Sequencing (Agilent Technologies). Library sizes were estimated using a Bioanalyzer 2,100 46 and quantified using KAPA Library quantification kit (KAPA BIOSYSTEMS). Equimolar concentrations of 47 each library were pooled and sequenced (100 bp paired-end) using three lanes of an Illumina HiSeq 48 2000 at the QB3 facility at the University of California, Berkeley. Raw reads were deposited in the 49 Sequence Read Archive (Accession Number details in Supplementary Table 1) . 50
51
The quality of sequencing reads was evaluated with FastQC v0.11.519 (Andrews, 2010) . 52 TRIMMOMATIC v0.3620 (Bolger et al., 2014) was then used to trim reads, by removing the first ten nucleotides, Illumina adapters, reads below 25 bp long, and trailing nucleotides with quality under 10, 54 and using 4-base sliding windows to ensure average quality above 10. autosomes in the rabbit and pseudo-hare reference genomes and the putative autosomes in the hare 109 reference genome were considered in the analysis. No significant differences were found between 110 distributions (Wilcoxon rank sum test P-value > 0.05). 111 
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